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- " K 2 V A T L S C G H U V S V S S L A 
gaa gig aaa gaa gcg gca acg ccg tec tge ggc cac aac get tct get gaa gag ctg gca 

QTRIYWQKSKKMVLTMMSGD 
caa act cgc ate cac tgg caa aag gag aag aaa acg g-g ccg act atg atg tec ggg gac 

MNIWPEYKNRTlFDITiTNLS 
atg aat ata tgg ccc gag cac aag aac egg acc ate etc cac ate act aat aac etc tec 

iv : t -ale?sdsgty HCVVLK 

att gtg ate ccg get ccg cgc cca tct gac gag ggc aca tac gag tgt gtt gtt ctg aag 

■ -■ 2 K D A f K R Z H L A 2 V T L S V K A 
tat gaa aaa gac get tec aag egg gaa cac ctg get gaa gtg acg tea eca gec aaa get 

D?5TPSISDFZr?TSNIRRi 
gac etc cct aca cct age aca tee gac ttt gaa act cca ace tee aat att aga agg ata 

IC STSGGF?EPHLSWLEtfGS 
aee cgc tea acc tct gga ggt ett cca gag cct cac etc tec tgg teg gaa aae gga gaa 

ELNAINTTVSQD P3TSLYAV 
gaa tea aae gec ate aac aca aca gtt ccc caa gae cct gaa act gag cec cac gee get 

SSFGGSGGSATPQNITDLC 
age gaa cec ggc ggc tec ggt ggt age gec aca cct caa aac ace ace gae teg Cgc 

ASYHNTQIHTLNDKXFSYTE 
gca gaa eac cac aac aca caa aca cat acg eta aac gat aag ata ttt teg tat aca gaa 

SL AGKREMAIITFKNGATFQ 
tct cea gee gga aaa aga gag atg gee ate aee ace eet aag aat gge gca ace etc caa 

v E V P G S Q H X D S Q K K A : 



gaa gca cca gge age caa cac ata gae cca caa aaa aa 
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gcg att gaa agg atg aag 
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gat acc ctg agg ate gca cac cec ace gaa gee aaa gee gaa aag cea tgt gea cag aat 

N K T P H A I A A I S M A N 

aae aaa acg ccc cat gcg act gec gca att age acg gca aac Caa 
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DRA1-CTB construct translation PROTEIN -DNA 
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P D . Q S G 
CCT GAC CAA TCA GGC 

M A K K E 
ATG GCA AAG AAG GAG 



TC CCT GTG CTA C-GA TT 



' TTC ATC ATA GCT 



;TG CTG ATC- j 



ATC AAA GAA GAA CAT GTG ATC ATC CAG GCC GAG TTC TAT CTC 

EFMFDFDGDEIFHV 
GAG TTT ATG TTT GAC TTT C-AT GGT GAT GAG ATT TTC CAT GTC 

TVWRLEEFGRFASF 
ACG GTC TGG CGG CTT GAA GAA TTT C-GA CGA TTT GCC AGC TT: 

ANIAVDKANLE I M T 



GCT CAA GGT GCA TTG GCC AAC ATA GCT GTG GAC AAA GCC AAC CTG GAA ATC ATC- ACA , 



CGC TCC AAC TAT ACT CCG ATC ACC AAT GTA CCT 

P V E L R S P K V L I 

CTG AGA GAG CCC AAC GTC CTC ATC 



CCT GTG 
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GTG GTC 
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CCA GAG GTA ACT GTG CTC ACG AA.C AGC 
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: AAT GTC ACG 



TGG CTT CGA AAT GGA AAA CCT GTC ACC ACA GGA GTG TCA GAG ACA 

EDELFRKFKYLPFLP 
GAA GAC CAC CTT TTC CGC AAG TTC CAC TAT CTC CCC TTC CTG CCC 

STEDVYDCRVEKWGLDEPLL 
TCA ACT GAG GAC GTT TAC GAC TGC AGG GTG GAG CAC TGG GGC TTG GAT GAG CCT CTT CTC 

KHWEFDAPSPLPETTSEFGG 
AAG CAC TGG GAG TTT GAT GCT CCA AGC CCT CTC CCA GAG ACT ACA GAC- GAA TTC GGT GGT 

SGGSAQLEWELQALEKENAQ 
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TCC GGT GGT TCC GCG CAG CTG GAA TGG GAJ 



CTG CAG GCG < 



! GAA AAA GAA AAC GCG CAG 



CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA CTG GCG CAG GGC GGC TCC GGT GGT AGC 

ATPQUITDLCAEYHNTQIH 
GCC ACA CCT CAA AAT ATT ACT GAT TTG TGT GCA GAA TAC CAC AAC ACA CAA ATA CAT 

TLNDKIFSYTESLAGKREMA 
ACG CTA AAT GAT AAG ATA TTT TCG TAT ACA GAA TCT CTA GCT GGA AAA AGA GAG ATG GCT 
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DRSl-biocag construct tra^slacion PFCTEI2I-DKA 
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! AAG AAA AAG 
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p MOLES CTB FITC GEO MEAN %GATED M2 



CONTROL-0 .2.32 8 1 

25pMOLES 2.25 6.1 

50pMOLES 3.17 27.2 

lOOpMOLES 2.78 20." 4 

200pMOLES 3.07 ' 27^5 

400pMOLES 3.52 40.4 

800pMOLES 5.59 73.0 

2000pMOLES 7.57 82.4 

5000pMOLES 20.82 " 97*1 ' 
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